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299 YDIRADVWSLGISLVELATGQFPY 
492 YGPEVDIWSLGIMVIEMVDGEPPY 
Y D WSLGI E G PY 
(SEO ID NO: 11) 

Score = 45.3 

1 20 LENLGEMGSGTCGQVWKMRFRKTGHV I AVKQM 
321 LDNF I K I GEGSTG I VC I ATVRSSGKLVAVKKM 
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65 PTPPARPRHMLGLP ' 
105 PPPPARARQENGMP 
P PPAR R G P 
(SEQ ID NO: 16) 
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361 LTKDHRKRPKYNKLLEHSF I KR 
553 LVRDPAQRATAAELLKHPFLAK 
L D R LL H F 

Score = 30. 9 

1 69 VVLKSHDCPY I VQCFGTF I TNTDVF I AMELM 
368 V I MRDYQHENVVEMYNSYLVGDELWVVMEFL 
V V ME 
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SS PP R R 
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51 GGSRSPSSESSPQHPTPPAR 
235 GGLA I PQSSSSSSRPPTRAR 
6G P S SS P AR 

Score = 25. 1 

34 ISPQRPRPTLQLPLANDGGSRS 
299 VSHEQFRAALQL-VVDPGDPRS 
S R LQL G RS 
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33 DISPQRPRPT-LQLPLANDGGSRSPSSESSPQHP(SEQ ID NO: 21) 
226 DVAPNGPSAGGLAIPQSSSSSSRPPTRARGAPSP(SEQ ID NO: 22) 



23) 
24) 



25) 
26) 



(SEQ ID NO: 27) 
(SEQ ID NO: 28) 



10/5194 



2/6 



Fig. 2 
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299 YDIRADVWSLGISLVELA (SEO ID NO: 29) 

198 YDGKVDIWSLGITCIELA (SEO ID NO: 30) 

YD D WSLGI ELA 

(SEO ID NO: 11) 

Score = 39.0 

123 LGEMGSGTC60VWKMRFRKTGHVIAVKQMRRSGNK (SEO ID NO: 31) 
27 LHEIGHGSFGAVYFATNAHTSEVVAIKKMSYSGKQ (SEO ID NO: 32) 
LEGGGV TVAKMSG 

Score = 30. 1 

7 EQKLSRLEAKLKQENREARRRI (SEO ID NO: 33) 

472 QKQLIALENKLKAEMDEHRLKL (SEO ID NO: 34) 

L LE KLK E E R 

Score = 28.9 

91 EIDQKLQEIMKOTGYL (SEO ID NO: 35) 

61 QTHEKWQDILKEVKFL (SEO ID NO: 36) 

K Q I K L 

Score = 29. 3 

102 QTGYLTIGGQRYQAEINDL (SEO ID NO: 37) 

761 QTRKLAILAEQYEQSINEM (SEQ ID NO: 38) 

QT L I Y IN 

Score = 25. 7 

6 LEQKLSRLEAKLKQENRE (SEO ID NO: 39) 

831 LEQRVSLRRAHLEQKIEE (SEO ID NO: 40) 

LEO S A L Q E 

Score = 26. 4 

111 QRYQAEINDLENL (SEQ ID NO: 41) 

291 QRTKDAVRELDNL (SEO ID NO: 42) 

OR L NL 

Score = 26. 3 

201 TCAEKLKKRM (SEQ ID NO: 43) 

558 ICKEKIKEEM (SEQ ID NO: 44) 

C EK K M 
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236 KHGVIHRDVKPSNILLD (SEQ ID NO: 45) 

273 RHDFVRRD-RPLRVLID (SEQ ID NO: 46) 

H RD P L D 
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Fig. 8 
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